: Overview of the aliphatic and indole glucosinolate biosynthetic pathways. The pathways consist of enzymes specific for either class of glucosinolates as well as common enzymes. Only aliphatic glucosinolate biosynthesis requires chain-elongation steps catalyzed inside plastids. 
CYP83B1
LargeT CYP83A1 The bait vector encodes a fusion protein containing the Ost4-sequence to ensure correct integration into the yeast ER membrane, followed by the coding sequence (CDS) of either CYP83A1 or CYP83B1, the C-terminal half of ubiquitin (Cub) and the transcriptional activator LexA-VP16. The prey constructs contain the cDNA libraries generated from Arabidopsis mRNA and the sequence of a mutagenized N-terminal half of ubiquitin (NubG). The mutation prevents the ubiquitin halves from interacting intrinsically. The plasmids contain yeast selection markers (LEU2 and TRP1). Upon protein-protein interaction, NubG and Cub reconstitute a functional ubiquitin, leading to proteolytic cleavage and release of LexA-VP16, and thereby the activation of the reporter system. ATTGAGGCCATTACGGCCATGGAAGATATCATCATCGGCG  83B1_Sfi_F  ATTGAGGCCATTACGGCCATGGATCTCTTATTGATTATAGC  83A1_Sfi_nostop_R  TCAATGGCCGAGGCGGCCCAATACTTGTTCACTTTGTCTGG  83B1_Sfi_nostop_R  TCAATGGCCGAGGCGGCCCAGATGTGTTTCGTTGGTGCAAGAAC  USER_F  GGGGCTGAGGTTTAATTAAGGATCCTTAATTAAGCCTCAGCCCAAAAT  USER_R  GGGCTGAGGTTTAATTAAGGATCCTTAATTAAGCCTCAGCCCAAT  AT5G45420_FW  GGCTTAAUATGGATTTTTTCGACGAAGACAGG  AT5G51010_FW  GGCTTAAUATGGCGATGCAGCTTCC  AT5G52980_FW  GGCTTAAUATGGATCAACCCGACCCG  AT3G60600_FW  GGCTTAAUATGAGTAACATCGATCTGATTGGGA  AT5G42000_FW  GGCTTAAUATGTACGTAAGAGCACTTCCGA  AT2G33120_FW  GGCTTAAUATGGCGCAACAATCGTTGAT  AT2G41110_FW  GGCTTAAUATGGCGGATCAGCTCACA  AT5G61790_FW  GGCTTAAUATGAGACAACGGCAACTATTTTCC  AT2G32720_FW  GGCTTAAUATGGGAGACGAAGCAAAGATC  AT1G04750_FW  GGCTTAAUATGGCGCAACAATCGTTGA  AT2G28900_FW  GGCTTAAUATGCCTTCAAGCACATTCTCC  AT1G28490_FW  GGCTTAAUATGTCTTCAGCTCAAGATCCATTC  AT4G14420_FW  GGCTTAAUATGGAGTTAGCTTCTTTCCT  AT5G43460_FW  GGCTTAAUATGGGTTTCTTCTCTTTTCTTG  AT5G45420_REV  GGTTTAAUTTAATTAGCTGGAGTTTTCGAGCTC  AT5G51010_REV  GGTTTAAUTTAATTTCATGAGGTGCTATTGACATAGAAG  AT5G52980_REV  GGTTTAAUTTAATTCTATTGATTTTTCTTAGTAGTGGGAGTGA  AT3G60600_REV  GGTTTAAUTTAATTTTATGTCCTCTTCATAATGTATCCCAAAATT  AT5G42000_REV  GGTTTAAUTTAATTTCATTGGTCTCCATTGATTCCAAAT  AT2G33120_REV  GGTTTAAUTTAATTTTATTTACCGCAGTTGAATCCCC  AT2G41110_REV  GGTTTAAUTTAATTTCACTTAGCCATCATAACCTTCAC  AT5G61790_REV  GGTTTAAUTTAATTCTAATTATCACGTCTCGGTTGCC  AT2G32720_REV  GGTTTAAUTTAATTCTACCCTGATTTGGTGTAGATACG  AT1G04750_REV  GGTTTAAUTTAATTTTAACACTTAAACCCATGGCAAACT  AT2G28900_REV  GGTTTAAUTTAATTTCAGTAGAAATAATGATTGTTAACGAACTGA  AT1G28490_REV  GGTTTAAUTTAATTTTAGGTCAAGAAGACAAGAACGAATAG  AT4G14420_REV  GGTTTTAAUCTAGGCAGCAGCTTTCGGGTTA  AT5G43460_REV  GGTTTTAAUTCAGTTTGCTTTTCCCTTT  USER_XFP_F  GGCTTAAUTAAGGATCCTTAATTAAACCTCAGCACGTGAGCAAGGGCGAGGAGCTG  USER_XFP_R Analyzed genotypes are wildtype (n = 22) or T-DNA insertion lines (n = 6-12) listed in Table S3 .
Aliphatic glucosinolates:
3-methylthiopropyl-, 3-methylsulfinyl-, 4-methylthiobutyl-, 4-methylsulfinylbutyl-, 5-methylsulfinylpentyl-, 7-methylthioheptyl-, 
